Here, we report results from PCR and sequencing of bacterial 16S rRNA genes from leaf and root surfaces from nine submerged aquatic vegetation (SAV) samples comprising five species. Samples were from four sites along the Potomac River.
S ubmerged aquatic vegetation (SAV) comprises plants that grow fully submerged in marine or freshwater most of the time and are often restricted to shallow water (1) . They are globally distributed, provide habitat and food for coastal fauna, absorb wave energy and nutrients, produce oxygen, and stabilize coastal sediment (2) . Human activities have heavily affected coastal regions via pollution and reduced suitable SAV habitat, particularly in the Chesapeake Bay (3) . The presence of SAV is also known to influence the structure, density, and metabolic activity of sediment and rhizosphere microbial communities (4) (5) (6) (7) (8) . Furthermore, there is evidence that different SAV species take up different amounts of nitrogen and phosphorus, which can, in turn, affect the abundance of denitrifying bacteria on their roots (8) . This paper reports the results of 16S rRNA gene PCR and sequencing of samples from roots and leaves of five SAV species at four sites along the Potomac River, which feeds into the Chesapeake Bay (Table 1) .
Triplicate leaf and root samples were taken from an individual of each visually distinct species of SAV identified at each site and stored in a sterile tube of Xpedition lysis/stabilization solution (Zymo Research, Irvine, CA) at room temperature until DNA extraction. Sites were named P1 to P4, with P1 being the most freshwater site (0.18 ppt) and P4 being the most marine (8.08 ppt) and closest to the Chesapeake Bay. Briefly, we processed the samples as follows. DNA was extracted using the PowerSoil DNA isolation kit (MoBio Laboratories, Carlsbad, CA). PCR amplification of the V4 region of the 16S rRNA gene was conducted with the bacterial/archaeal primers 515F/806R (9) and custom barcodes (Invitrogen, Carlsbad, CA) (10) . Samples were sequenced on a MiSeq instrument (Illumina, San Diego, CA) at the University of California (UC) Davis Genome Center Sequencing Core, using the MiSeq 500-cycle v2 kit for 250-bp pairedend sequencing. This yielded 1,070,385 reads for 56 samples, ranging from 6 reads per sample to 100,126 reads per sample.
Sequence processing was done on a lab server (Linux 3.2.0-29-generic number 46-Ubuntu, 16 central processing units [CPUs] and 48 GB of RAM). Demultiplexing used a custom script which automates quality assessment and trimming (https://github.com/ gjospin/scripts/blob/master/Demul_trim_prep.pl). The script trims bases from the right side of the reads that are below Q20 and then discards reads less than 35 bp long. Once sequences are trimmed, they are merged. Open-reference operational taxonomic units (OTUs) were picked at a 97% cutoff with QIIME version 1.9.0 (11) and the Greengenes database (12) . Reads identified as being from chloroplasts or mitochondria, flagged as chimeric, or not assigned a taxonomy were removed from further processing. Detailed protocols and workflow documentation are available online (https://doi.org/10.6084/ m9.figshare.5860926.v3).
There were 1,070,385 reads total for 56 samples after the above sequence- 
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